Physico-chemical properties of amino acids can be used to study protein sequence profiles, folding and function. We collated 242 properties for the 20 naturally occurring amino acids and created a dataset. The dataset is available as a database named APDbase (Amino acid Physico-chemical properties Database). The database can be queried using either key words describing physico-chemical properties or pre-assigned database index number. The database contains corresponding references for each property value and facilitates deposition of new property values for processing and inclusion in the database.
Background:
Proteins (composed of amino acids) constitute a major group of biological macromolecules that are key for the function of a living system. Protein evolution involves selection of sequences having functional advantage over random mutants. Comparison of protein sequences should involve a metric for the 20 amino acids. Naturally occurring amino acids can be grouped based on their similarity of physico-chemical properties. In order to understand the conservation of residues in a protein sequence, it may be important to qualitatively and quantitatively measure the differences among residues. A collection of physico-chemical properties of amino acids will be helpful to study macroscopic properties of proteins (such as aggregation), perform sequence comparison or understand conservation of functionally important residues in a protein family (physico-chemical signatures).
Methodology:
The site utilizes open-source software running on LINUX® platform to deliver the content. Flat files that contain indexed properties, author details and journal citations were created after curating the AAINDEX [3] database in DBGet (Japan) and ProtScale in Swiss Expasy.
[4] We excluded properties that have missing values for any of the twenty amino acids and those that are less relevant to the study of protein sequence, structure and function. A search interface is implemented in PHP driven by Zend engine.
[5] Keyword search like hydrophobicity, charge, aromaticity and several others produces all listed properties in the dataset along with the journal citation. In order to facilitate future expansion, we have forms that the users can fill out to add new properties that will be audited for completion, accuracy and relevance by domain experts periodically. Numerical redundancy will be automatically avoided before incorporating into the dataset. A screen capture of the web-site is shown in Figure 1 .
Utility:
Protein sequence analysis, macroscopic property prediction, property motif identification and epitope prediction are of great interest to the biological community. Bioinformatics tools that perform such tasks are increasingly incorporating physico-chemical property based metric to increase their performance and to derive knowledge based rules. 
Limitations:
The dataset described here is a comprehensive sample of available properties for 20 naturally occurring amino acids. Nevertheless the dataset is not complete and requires regular updates. The dataset can be
